Evaluation of the efficiencies of the primers used in quantitative real-time PCR experiments. Standard curve with the threshold cycle (Ct) plotted against the log of the starting quantity of each dilution. Each dilution was assayed in triplicate. The equation for the regression line, the r value, and the calculated amplification efficiency (%Efficiency) are shown on the graph.
Supplementary Figure 2. Transcription patterns of additional Arabidopsis genes in response to two consecutive dehydration stress treatments.
Transcript levels of additional [+/-] memory category genes measured by real-time quantitative RT-PCR. UBQ10 was used as an internal control. Results are the average of three independent experiments, each with two replicates. Error bars indicate the standard error of the mean. Figure 3 . Transcription, H3K4me3, and H3K27me3 levels of RD29A in response to repeated dehydration stress. A) Transcript levels of RD29A; B) schematic presentation of RD29A. Numbered bars under the gene indicate regions recovered with specific primers in the ChIP assay; C) amounts of recovered DNA in the ChIP assays with specific antibodies, as indicated at locations along the gene sequence indicated by the numbered bar in (B). Experiments were repeated at least three times, each with three replicates, and the representative experiment shown indicates the mean ± s.e.m., n = 3 replicates.
Supplementary

Supplementary Figure 4. Transcript levels of additional [+/-] memory genes in the aba2 background
Results are the average of three independent experiments, each with two replicates. Error bars indicate the standard error of the mean. Significant changes in transcript levels in S1 in wild type and aba2 backgrounds are marked by asterisks. Statistical significance is based on Student's t-test. *, p<0.01.
Supplementary Figure 5. Transcript levels of [+/-] memory genes in the myc2 background
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